The Longitudinal Effects of Supplemental Forage on Honey Bee Colony Growth, Immunity, and Pathogen Resistance USDA

Objectives

Determine effects of supplemental

1. Department of Entomology, UC Riverside, 2. Carl Hayden Bee Research Center, USDA

forage on honey bee health

1) Pathogen load

2) Immune system function

3) Rapini cover crop versus native plant mix

Methods

Quinn McFrederick! and Kirk Anderson?

=
CONCLUSIONS

Honey bee gut microbes
are incredibly resilient to
diet treatment
—Supplemental forage had

only small effects on gut
microbial community

—Important for bee health

*Abundance of specific
microbes varied across
forage treatment and
season

*Gut microbial communities
vary as much within a
colony as between different
colonies

Results

Pathogen screens and immune system function
ongoing. For Colony Health see 17POLL20 Nino.
Gut microbe analyses are reported here.
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